Endothelial cells (ECs) line blood vessels, regulate homeostatic processes (blood flow, immune cell trafficking), but are also involved in many prevalent diseases. The increasing use of high-throughput technologies such as gene expression microarrays and (single cell) RNA sequencing generated a wealth of data on the molecular basis of EC (dys-)function. Extracting biological insight from these datasets is challenging for scientists who are not proficient in bioinformatics. To facilitate the re-use of publicly available EC transcriptomics data, we developed the endothelial database EndoDB, a web-accessible collection of expert curated, quality assured and preanalyzed data collected from 360 datasets comprising a total of 4741 bulk and 5847 single cell endothelial transcriptomes from six different organisms. Unlike other added-value databases, EndoDB allows to easily retrieve and explore data of specific studies, determine under which conditions genes and pathways of interest are deregulated and assess reprogramming of metabolism via principal component analysis, differential gene expression analysis, gene set enrichment analysis, heatmaps and metabolic and transcription factor analysis, while single cell data are visualized as gene expression color-coded t-SNE plots. Plots and tables in EndoDB are customizable, downloadable and interactive. EndoDB is freely available at https://vibcancer.be/softwaretools/endodb, and will be updated to include new studies.
Endothelial cells (ECs) line the lumen of blood vessels, are metabolically active and orchestrate important processes such as vasomotor tone, coagulation, permeability, tissue vascularization and immune response (1) . The inability of ECs to fulfill their physiological functions is a key feature of multiple prevalent diseases including hypertension, atherosclerosis, diabetes and cancer (2) . In the past three decades, hypothesis-driven studies have started to unravel the molecular mechanisms that underlie EC function in health and disease, which resulted in clinically approved EC-targeting drugs such as bevacizumab and ranibizumab for cancer and age-related wet macular degeneration, respectively (3) . Recent technological advances have made it possible to perform global profiling of transcript (transcriptomics), protein (proteomics) and metabolite levels (metabolomics), even in single cells. These technologies have provided unprecedented insight in EC biology and generated many novel hypotheses (4) .
To facilitate the re-use of omics datasets, it is now a standard requirement of most scientific journals to make published data publicly available via repositories such as ArrayExpress (5) and Gene Expression Omnibus (GEO) (6) .
However, the main purpose of these primary archives is to store raw data in a format that is accessible by bioinformaticians, not to enable bench scientists and experimentalists to directly explore and re-use data to answer biological questions (7) . In the cancer field, added-value databases (databases that are specifically designed to allow bench scientists to explore pre-selected, highly curated and pre-analyzed data) have been transformative and facilitated several breakthrough discoveries (8) (9) (10) (11) (12) (13) . A few independent research groups have made the results of their EC profiling efforts web-accessible (14, 15) , but currently no comprehensive EC-specific added-value databases exist to facilitate the reuse of gene expression data by the vascular biology community. Here, we describe the development of the endothelial cell database (EndoDB), the first freely available added-value database of EC (single cell) transcriptomics studies, designed to allow vascular biologists and other bench scientists to unlock the untapped potential of publicly available data via an easy-to-use interactive web interface (https://vibcancer.be/software-tools/endodb). The user-interface and functionality of the EndoDB were developed in close collaboration between software developers, bioinformaticians and vascular biologists. The EndoDB is easy-to-use, allows to interactively explore data using powerful statistical and bioinformatics approaches, and has been field-tested and used in several recent publications (16, 17) .
MATERIALS AND METHODS

Retrieval of EC transcriptomics data and database content
We first aimed to collect and organize EC transcriptomics datasets available in the public domain. To do this, we used a two-step approach (Figure 1 and Supplementary Table  S1 ). First, we used a broad and sensitive filter ('endothelial OR endothelium') to search ArrayExpress and GEO for EC transcriptomics datasets, which returned 1121 studies (as of 1 June 2018). We then screened the title, abstract and if necessary sample information to determine which of these studies performed gene expression profiling in ECs specifically. We excluded 663 studies based on the title abstract screen and 113 studies for which data was not made available in the public domain, resulting in a total of 345 studies comprising 357 bulk transcriptomics datasets (a single study can contain multiple independent datasets).
Second, we complemented our search with a PubMed screen to identify recently published single cell transcriptomics studies of ECs, which retrieved 10 single cell RNA sequencing (scRNA-seq) studies (as of 1 June 2018). To ensure high quality scRNA-seq data in the EndoDB, we only considered studies that aimed to perform scRNA-seq in ECs specifically, used isolation protocols optimized for this purpose and sequenced >1000 ECs because: (i) ECs are a minority cell type in all tissues, ranging from ∼1-5% in tumor tissue to ∼20% in highly vascularized organs such as the lung (18, 19) ; (ii) generic dissociation protocols fail to adequately capture ECs, resulting in a further depletion of the EC fraction (20) ; (iii) ECs are sensitive to dissociationinduced artifacts (20) , which biases data interpretation (21), together indicating that dissociation protocols have to be specifically optimized to isolate a high number of high quality ECs; (iv) the reliability of single cell analyses depends on the number of cells analyzed (22, 23) ; and (v) the number of ECs that can be sequenced with more advanced technology (e.g. droplet-based sequencing) will increase by orders of magnitude. Based on these criteria, we excluded eight studies (Supplementary Table S2 
Pre-processing and quality control of bulk transcriptomics data
To maximize the number of datasets included in the EndoDB, we aimed to include data from all micro-array and RNA-sequencing platforms. For micro-arrays, we retrieved raw data files when possible, but included log2-transformed pre-processed data when raw data was not available. Raw data from the Affymetrix platform was downloaded as binary or text CEL files, normalized using the robust multiarray average using the R-packages affy and oligo, followed by quantile normalization, log2 transformation and probeset summarization (24, 25) . Raw data files from Illumina BeadChips were normalized using the normexp algorithm using control probes (neqc) from the limma package (26) . Raw data from Agilent platforms was normalized using the normalizeWithinArrays and normalizebetweenArrays functions available from limma package (26) . Probe set identifiers were mapped to Entrez identifiers, official gene symbols and gene names using annotation packages for the corresponding platform. We applied standard quality controls using the arrayQualityMetrics R package to identify lowquality arrays (27) . In this approach, samples were scored on the basis of three metrics, the distances between the arrays, Bland-Altman plots (MA plots) and boxplots. Samples that were flagged as outliers based on more than one of these metrics were removed from the analysis in the EndoDB, but the raw data of all samples can be downloaded for downstream analyses in independent software pipelines. At last, we randomly selected 25% of studies and crosschecked our results for congruency with the original publication.
For RNA-sequencing, data were retrieved in fastq format, and alignment to the reference genome and quantification of transcript abundances was performed using the Kallisto software (28). We performed trimmed mean of Mvalues (TMM)-normalization using the R-package EdgeR (29) and VOOM-normalization using limma before downstream differential analysis.
Pre-processing and quality control of single cell data
Recent technological breakthroughs have made it possible to RNA sequence transcriptomes of single cells (scRNAseq) (30) . These studies have great resource value and are beginning to elucidate EC heterogeneity at the single cell level. However, so far, no general searchable database of EC-specific scRNA-seq data exists, which limits the broad use of these large-scale sequencing efforts. To increase the resource value of scRNA-seq EC datasets, we have developed a dedicated scRNA-seq EndoDB module. For each dataset, we removed low quality and apoptotic cells based on the number of expressed genes (<200) and the percentage of reads assigned to mitochondrial genes (>5%) (31) , and performed library size normalization followed by natural log transformation using log1p available via the Seurat package (32) . To in silico select the ECs in a dataset, we used an unbiased clustering approach, in which we clustered the cells together based on their expression profile and then assessed which clusters express canonical EC marker genes (PECAM1, CDH5). We further excluded clusters that expressed markers for leukocytes (PTPRC), pericytes (PDGFRB) and fibroblasts (COL1A1). Using a clustering approach rather than marker gene gating on a cell per cell basis is more robust, since it allows to overcome misclassification of cells as non-EC due to gene drop out.
Metadata curation
Metadata was downloaded from GEO or ArrayExpress and manually curated by a team of expert vascular biologists. Repetitive and redundant information was removed, technical information such as the chip design and library preparation was standardized, and each array was manually annotated with biological information such as the model organism, vascular bed, EC type and the experimental conditions (Tables 1-3, Supplementary Table S4 and 5 and Figure 2) . In a second step, we used the OpenRefine software (33) to standardize spelling across all arrays and datasets. In addition, a description of each study, the GEO or ArrayExpress identifiers and references to the original publication were included in the metadata. Complete list of species included in the EndoDB, the number of datasets per species is indicated. 
Data analysis and visualization
Data visualization greatly facilitates interpretation. For all bulk transcriptomics datasets independently, we performed: (i) principal component analysis (PCA) and visualized the results as 2D plots where individual samples are colorcoded according to the experimental design; (ii) differential gene expression analysis (DGEA) (34) and visualized the results as volcano plots, bar plots and browsable tables; (iii) gene set enrichment analysis (GSEA) (35, 36) and visualized the results as waterfall plots; and (iv) heatmap analysis to show gene expression changes of a panel of user-selected genes. Together, these analyses cover some of the most commonly used analyses and allow for detailed data interpretation. EC single cell data are provided as interactive t-SNE plots using the Rtsne and plotly packages (see Supplementary Table S3 for scRNA-seq pre-processing and visualization parameters). All analytical results are pre-calculated 
Top 10 most common EC types in the EndoDB, the number of datasets per cell type is indicated.
and stored in the EndoDB to reduce computation time and to allow fast data retrieval.
Website implementation
The EndoDB is implemented as an interactive web application using the R/Shiny web framework (37, 38) . We used the plotly package for data visualization and the data.table and DT packages to provide searchable tables (39) .
Data availability and downloads
All pre-processed data and curated metadata are available for download in comma-separated flat file format. Visualizations can be downloaded as PNG or HTML files that preserve the same interactivity as available from the web application, tables can be downloaded in comma-separated value format.
Documentation and manual
A detailed user manual and video tutorials are available via the web application.
EndoDB FUNCTIONALITY
The functionality of the EndoDB is centered on four analytical approaches to extract biologically meaningful information from (single cell) transcriptomics data. Below,
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we briefly discuss each approach and provide illustrative examples focused on tumor ECs (TECs). TECs are targets of clinically approved anti-angiogenic therapy but remain poorly characterized. Isolating TECs from human or murine tumors is notoriously challenging and laborious, reuse of publicly available data to investigate gene expression reprogramming in TECs is therefore a potentially favorable and cost-effective complementary approach. The examples below are for illustrative purposes only, detailed transcriptome analysis and biological interpretation is beyond the scope of this manuscript.
Study-centered data exploration
An important purpose of the EndoDB is to facilitate the re-use of publicly available datasets to address novel and unresolved questions, and to allow comparative analyses of similar studies to resolve study-specific biases. The studycentered data exploration options allow users to retrieve studies based on the study title, PubMed identifier, GEO and ArrayExpress identifiers, and manually annotated keywords. After selecting a study, users can download all data and metadata or explore the data using the results from PCA, DGEA, GSEA, heatmap analysis and bar plots. Example: We used the study-centered data exploration functionality to re-analyze a previously published dataset on ECs isolated from normal murine hindbrain, Sonic hedgehog (Shh)-driven or Wnt-driven medulloblastoma (40). PCA showed that normal brain ECs (NECs) have a clearly distinct transcriptional profile compared to Shh-and Wnt-driven medulloblastoma TECs ( Figure 3A ). To determine which pathways are most upregulated in TECs, we assessed differences in gene expression signatures in NECs versus Shh-medulloblastoma TECs (Shh-TECs). This analysis revealed upregulation of cell cycle and DNA replication ( Figure 3B ). Consistently, DGEA showed that several proliferation markers (e.g. Mki67, Top2a) ranked in the top 25 most upregulated genes ( Figure 3C-E) . Together, these data suggest that Shh-TECs undergo an angiogenic switch and adopt a proliferating phenotype.
Metabolism-and transcription factor-centered data exploration
Emerging evidence indicates that EC metabolism can overrule fundamental signaling cascades, and several metabolic enzymes and transporters have been identified as therapeutic targets to inhibit pathological angiogenesis in ocular disease, inflammation and cancer (41) (42) (43) . While the importance of EC metabolism is becoming increasingly clear, still little is known about how metabolism supports EC functions in health and disease (44) . Analyses of the subset of metabolic genes and gene sets can provide important insight in metabolic reprograming (45, 46) . We therefore performed metabolic gene expression analysis and metabolic GSEA for all studies in the EndoDB. Similarly, to determine which transcription factors are deregulated in response to experimental manipulation, we performed analysis in the subset of genes encoding transcription factors.
Example: Performing metabolic GSEA in Shh-TECs versus NECs revealed that pyrimidine metabolism is the most upregulated metabolic pathway. Consistently, metabolic GSEA and DGEA revealed upregulation of several pathways (pyrimidine metabolism) and genes (Rrm2, Uck2) involved in nucleotide biosynthesis ( Figure 3F and G) . Together, these results may indicate that proliferating ShhTECs upregulate metabolic pathways to sustain nucleotide production required for DNA synthesis. Consistently, the cell cycle related transcription factor E2f8 was among the most upregulated transcription factors ( Figure 3H ).
Gene and pathway-centered data exploration
The EndoDB contains the results of pair-wise DGEA and GSEA results between all experimental conditions within all datasets. The gene-and pathway-centered data exploration functionality allows to unbiasedly determine under which (patho)-physiological and experimental conditions the expression of a particular gene or pathway of interest is most deregulated.
Examples: Having identified Mki67 as a gene of interest in Shh-TECs, we interrogated the EndoDB to determine under which other conditions this gene is upregulated. To do this, we performed a gene-centered search, which showed that Mki67 is highly upregulated in the brain endothelioma cell line (b.End5) compared with primary cultures of normal brain ECs ( Figure 4A and B) . DGEA and GSEA analysis further showed that Mki67, Uck2 and DNA replication and pyrimidine metabolism are among the most upregulated genes and pathways in b.End5 endothelioma cells ( Figure 4C-E) . Together, these findings show that proliferation is a general phenotype of both TECs and malignant ECs.
Single cell data exploration
An increasing number of studies investigates EC heterogeneity at the single cell level (14, 47) . scRNA-seq studies are expensive large-scale sequencing efforts that generate highdimensional datasets with high resource value. We included a specific module in the EndoDB to enable exploration of transcriptional heterogeneity in scRNA-seq datasets via t-SNE plots color-coded for the expression of all detected genes.
Example: Based on the study-and gene-centered analyses described above, we hypothesized that ECs in tumors adopt a proliferative phenotype. From bulk transcriptomics analysis alone, it is not possible to determine whether all TECs, or only a subset, are actively proliferating. To determine whether the TEC-associated genes Mki67, Top2a and Rrm2 are upregulated in a specific subset of TECs, we interrogated scRNA-seq data of TECs isolated from a colorectal cancer (COLO205) xenograft model (47) . Interestingly, all three genes marked a specific subset of TECs suggesting that the observed upregulation of cell cycle-related genes in bulk transcriptomics data results from increased expression in a specific subset of TECs ( Figure 5) .
Together, these illustrative examples demonstrate the benefit and power of the EndoDB to capitalize on publicly available data to generate novel testable hypotheses in clinically relevant settings. 
DISCUSSION
EndoDB facilitates bench scientists to unlock the untapped potential of publicly available transcriptomics data but can also be used by bioinformaticians as a resource of expert curated data. EndoDB has been constructed using field-tested methods, is tailored to extract biologically meaningful insight from gene expression profiling efforts, covers emerging fields such as EC metabolism, and is a first-in-class resource of EC scRNA-seq data. EndoDB distinguishes itself from other databases by its flexible user interface, providing an exceptionally large variety of pre-calculated data and analyses in customizable plots and downloadable tables, allowing direct generation and implementation of working hypotheses. The EndoDB was developed anticipating that an increasing number of EC profiling datasets will become available in the near future. The database can be further expanded by including datasets derived from other vascular cells, such as vascular smooth muscle cells and pericytes, but also to include other omics data such as metabolomics and proteomics.
Since ECs have key roles in health and disease, and (in)directly influence all cells in the body, we expect that EndoDB will be a useful tool, for both vascular biologists and the broader biomedical research community, to derive unprecedented insight in EC heterogeneity, identify new (metabolic) therapeutic targets and generate novel hypotheses. EndoDB is freely available at https://vibcancer.be/ software-tools/endodb, and will be regularly updated.
DATA AVAILABILITY
All pre-processed data and curated metadata are available for download in comma-separated flat file format.
